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Abstract
A new scientific hypothesis states that biosurfactants from cloud microorganism 
origin could change the surface tension of aerosols and thus the mode of precipita-
tions. In order to check this hypothesis, our team has screened a collection of 480 
microbial strains isolated from cloud waters for the production of biosurfactants 
and showed that 42% of these strains were producing such molecules. In the present 
work, we isolated and identified by LC-MS-MS lipopeptides produced from three 
strains issued from this screening. Viscosin and massetolide E (cyclic lipopeptides) 
were produced by Pseudomonas sp. PDD-14b-2, and syringafactins (linear lipopep-
tides) were produced by Xanthomonas campestris PDD-32b-52 and Pseudomonas 
syringae PDD-32b-74. The critical micelle concentration (CMC) of these biosurfac-
tants was determined using the pendant drop method. Finally, two approaches of 
molecular dynamics were used to model the conformation of viscosin and syringa-
factin A at the water-air interface: one is based on all-atoms simulation (CHARMM 
force field), while the other one on coarse-grain (CG) simulation (MARTINI force 
field). To conclude, this work shows how the biodiversity of the cloud microbiota 
can be explored to search and produce biosurfactants of interest both for atmo-
spheric sciences and also for biotechnological applications.
Keywords: cloud, mass spectrometry, biosurfactants, lipopeptides, Pseudomonas, 
Xanthomonas, modeling
1. Introduction
The structure and function of microbial communities in clouds have been studied 
only very recently. Although clouds are hostile environments (with acidic pH, low 
temperature, UV exposure, and oxidative medium), it was shown that microorgan-
isms are alive and metabolically active [1, 2]. Our team was pioneer in isolating 
and describing microbial strains in cloud water isolated at the summit of the Puy 
de Dôme mountain, which is referenced as a European site for cloud studies [3–5]. 
Long-term survey at this site allowed to evaluate concentrations of 105 bacteria mL−1 
and 104 fungi and yeasts mL−1 of cloud water. The most frequently encountered 
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genera of cultivable bacteria are Pseudomonas, Sphingomonas, Streptomyces, 
Rhodococcus, and Bacillus, while Dioszegia, Udeniomyces, and Cryptococcus are domi-
nant genera for cultivable yeasts [5]. Metagenomics and other DNA-based analyses 
confirmed the predominance of Proteobacteria, Actinobacteria, and Firmicutes [2, 6].  
Recent metatranscriptomics data showed that Proteobacteria are the most active in 
clouds [6].
Microorganisms have long been considered as inert particles traveling in the 
atmosphere; however, the discovery of their metabolic activity suggested they could 
play a role in atmospheric chemistry and in the microphysics of clouds [1, 2, 7].
Concerning atmospheric microphysics, one of the most difficult scientific prob-
lems today is to improve the fundamental understanding and prediction of cloud 
formation in the atmosphere. Recent papers have highlighted the role of surfactants 
in atmospheric particles, a role predicted by theory 80 years ago but denied by the 
scientific community for decades [8, 9]. The group of Barbara Nozière extracted 
organic compounds from atmospheric aerosols that were able to lower the surface 
tension (σ) under 30 mN.m−1 for concentrations 5 or 6 orders of magnitude lower 
than those for organic acids [10–14].
These very low values suggested the presence of biosurfactants, and these surface-
active agents are of microbial origin and are extremely efficient compared to classical 
surfactants [15–17]. They are amphiphilic with a lipid tail (hydrophobic) and a sugar 
or peptide moiety (hydrophilic). Although their chemical composition is extremely 
diverse, they can be classified in two main categories based on their molecular mass 
[15, 18, 19]: (1) small biosurfactants (PM < 1000 amu) including glycolipids (rham-
nolipids, trehalolipids, sophorolipids etc.) and lipopeptides (viscosin, surfactin, 
polymyxin, syringomycin etc.) and (2) polymeric structures (PM 106 amu) such as 
polysaccharides, proteins, liposaccharides, lipoproteins (alasan, emulsan etc.).
Biosurfactants could affect atmospheric microphysics by modifying cloud 
condensation nuclei (CCN) activation. Owing to their exceptional scope in reduc-
ing surface tension, these surface-active compounds are thus likely to enhance the 
propensity of the aerosols to form clouds, as the activation of particles into cloud 
droplets depends on surface tension according to Köhler’s theory [20].
The discovery of the presence of biosurfactants on aerosols raised a new 
scientific hypothesis: could these biosurfactants be produced by airborne micro-
organisms? Traditionally, biosurfactant-producing microorganisms were mainly 
isolated in environments such as soils, seawaters, and sediments contaminated 
or not by petroleum products [21–24]. Biosurfactants producers can also be 
isolated from natural sources including fruits, leaves, honey, sugarcane, insects, 
marine sponges etc. [24]. More recently, extreme environments were described 
as sources of biosurfactants, microbial producers were isolated from desert and 
arid soils or from the cryosphere (polar soils and lakes) [24, 25]. The first report 
concerning the atmospheric environment was made by Ahern [26]. This team 
showed that 70 fluorescent Pseudomonas strains isolated from cloud and rain 
waters in Scotland were producing biosurfactants; among them, 43 isolates were 
high producers. More recently, our group screened 480 microbial strains isolated 
from cloud water collected at the Puy de Dôme station [27]. This microbial col-
lection was composed mainly of Gammaproteobacteria (23.3%), with a majority 
of Pseudomonas; Alphaproteobacteria (19.8%), with a majority of Sphingomonas; 
Actinobacteria (24.2%); and Basidiomycota (19.6%). Using the pending drop 
method, we measured the decrease of the surface tension of water droplets  
(12 μL in volume) induced by the addition of crude culture medium of the differ-
ent strains. Up to 41% of the tested strains were producing biosurfactants (σ ≤ 55 
mN.m−1), 7% of them (Pseudomonas and Xanthomonas strains) were very active 
producers (σ ≤ 30 mN.m−1).
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These results show that the biodiversity present in clouds and rain can be a very 
interesting, still unexplored, source of biosurfactants. As atmospheric environ-
ments are cold habitats, these results confirm that cold-adapted organisms are good 
candidates to produce biosurfactants [25].
Biosurfactants may constitute very valuable compounds of industrial interest as 
they are promising substitutes for synthetic surfactants with higher biodegradability 
and lower toxicity. They reach such low surface tensions, even for trace concentra-
tions. Typical desirable properties include solubility enhancement, surface tension 
reduction, and low critical micelle concentrations, higher foaming, higher selectivity, 
and specific gravity at extreme temperature, pH, and salinity. In terms of econom-
ics, biosurfactants can be synthetized from a renewable stock; however, large-scale 
production remains challenging [28, 29]. The enormous diversity of biosurfactants 
also makes them an interesting group of materials for application in many areas such 
as agriculture, public health, food, health care, medicine, cleaning, textiles, nanotech-
nologies, waste utilization, and environmental pollution control such as in degradation 
of hydrocarbons present in soil or extraction of heavy metals [15, 16, 18, 19, 28, 30–35].
Considering the potential industrial interest of biosurfactants, we decided 
to go further in investigating our unique collection of microbial strains isolated 
from clouds as a source of biosurfactants. The objective of this work was thus to 
isolate biosurfactants produced by some of the best producers as determined from 
our previous screening in order to study their structure and their critical micelle 
concentration (CMC) properties. In addition, we were interested in modeling 
their conformation at the water-air interface to understand better their behavior in 
making cloud droplets. To reach these goals, we selected three strains isolated from 
clouds (Pseudomonas sp. PDD-14b-2, Xanthomonas campestris PDD-32b-52, and 
Pseudomonas syringae PDD-32b-74) that were high biosurfactant producers [27].
2. Materials and methods
2.1 Production and purification of biosurfactants
Pseudomonas sp. PDD-14b-2 (GenBank accession number of the 16S rRNA gene 
sequence: DQ512788), Xanthomonas campestris PDD-32b-52 (HQ256850), and 
Pseudomonas syringae PDD-32b-74 (HQ256872) were isolated from cloud water 
sampled at the Puy de Dôme summit (1465 m) [5]. The isolates obtained in pure 
cultures (R2A, 17°C) were stored in 10% (v/v) glycerol at −80°C.
For each strain, preculture was performed from the glycerol stocks in 100 mL 
of a R2A growth medium [36] at 17°C. After 3 days, the inoculum was grown in 10 
Erlenmeyer flasks containing 200 mL of R2A medium (2% v/v plating). Cultures were 
incubated at 17°C at 200 rpm. The growth was monitored through measurement of 
optical density and pH, the production of biosurfactants by measurement of the sur-
face tension of the supernatant. After 3–5 days, cultures were centrifuged (8000 rpm) 
at 4°C for 15 min. Supernatants were combined (1.8 L) and pH adjusted to 6.1.
Concentration of biosurfactants was achieved using a chromatographic method 
initially described by Reiling [37] for rhamnolipids, through adsorption chromatogra-
phy on an Amberlite XAD2 (Sigma-Aldrich) column [38]. After equilibration to pH 6.1 
using 0.1 M phosphate buffer, supernatant was passed through the resin (300 mL.h−1 
outflow) until saturation of the resin occurred (monitored by measuring the surface 
tension of the column outlet). The column was then washed by three volumes of 
distilled water before eluting the biosurfactants with three volumes of methanol. The 
process is repeated until complete treatment of the supernatant. Methanol fractions 
are collected and evaporated to dryness using a rotary evaporator.
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Purification was then undergone by flash chromatography (puriFlash®) on a 
Chromabond® C18 column. Gradient elution was applied (water (A), acetonitrile 
(B), 5–95% B in 30 min.). Fractions (25 mL) were collected at a flow rate of 12.5 mL 
per minute over a period of 40 min. UV-detection of biosurfactants was made 
simultaneously at 219 and 237 nm.
2.2 Structure identification by LC-MS/MS
Identification of biosurfactants was performed using an ultra-high-resolution 
mass spectrometer (LTQ-Orbitrap™, Thermo Scientific) coupled to an electrospray 
ionization (ESI) source.
Samples were directly infused into the ESI source. The mobile phases consisted 
in (A) 0.1% formic acid in water (Fluka, 98%) and (B) acetonitrile (CAN; Optima 
LC-MS, Fischer). The gradient elution was performed at a flow rate of 5 μL min−1 
using 5–95% of B within 11 min. The sample injection volume was 10 μL. Each 
sample was measured in the negative and positive ionization modes, with the fol-
lowing optimized settings: source voltage 4 kV and capillary temperature 350°C, in 
the positive mode. Transient acquisition time was set to 1 s, which corresponds to a 
nominal resolution of 3 ppm, and to observe individual peaks resolution (FWHM) 
typically better than 70,000 (m/z 200). Identification was performed using MS/MS 
fragmentation to confirm the structure of the products. MS/MS experiments were 
carried out with a collision energy of 5 eV.
Data were collected from m/z 50 to 1200 in the positive and negative ionization 
modes. Elemental compositions from exact mass measurement were assigned using 
Xcalibur® software (Thermo Scientific). The data processing was done through the 
following steps: (1) the assignment of m/z for each spectrum signal, (2) internal 
calibration of spectrum by homologs biosurfactant using the most intense class, 
(3) assignment of molecular formula for each signal by comparing experimental 
m/z with a theoretical m/z database for possible biosurfactant, and (5) solving of 
dubieties on molecular formula assignments by confirming the isotopic ratio.
2.3 Surface tension measurements
Samples were centrifuged (10,480 g/3 min) just prior to surface tension mea-
surements. All surface tension measurements were performed using the pendant 
drop method with an OCA 15 Pro tensiometer (Data Physics, Germany). The 
camera analyzes the pendant drop profile of the crude extract. A dosing needle with 
a 1.65-mm outside diameter was used, producing drops of 12 μL. The software fits 
this latter measurement to the Young-Laplace equation and averages out surface ten-
sion from all measurements [39]. The measurements were obtained at 295 K every 
second. The tensiometer was calibrated using Milli-Q water. The uncertainty of the 
instrument was ±0.01 mN.m−1. Each dynamic surface tension curve was measured 
three times for the most efficient biosurfactant-producing microorganisms, and 
the measurements displayed ±10% variation. These dynamic surface tension 
measurements lasted until the equilibrium region was reached (maximum 30 min 
[27]). Along with the surface tension, each measurement also provided real-time 
monitoring of the droplet volume, facilitating an assessment of evaporation. No 
significant evaporation (<5%) was observed during the experiments [27].
2.4 Modeling
Molecular dynamics based on all-atoms simulation was performed using 
NAMD programs with CUDA gpu acceleration designed especially for large 
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biomolecular systems. The force field used is CHARMM with CHARMM22 
parameter files. All air/water interface models were constructed using VMD as 
molecular visualization program. The water used in our solvent boxes is TIP3 
water. Each model undergoes the same treatment: a first phase of minimization, 
followed by a canonical dynamics for reaching the set temperature of 298 K, and 
a second phase of pressure equilibration at 1 atm in isothermal-isobaric ensem-
ble followed by a third phase of production in the same isothermal-isobaric 
ensemble for a duration of 20 nanoseconds.
The coarse-grain (CG) molecular dynamics were performed by using the 
MARTINI force field [1, 2] at 300 K in the NVT statistical ensemble. The liquid-
vapor interfaces were modeled using a parallelepipedic box of dimensions 
Lx = 60 Å, Ly = 60 Å, and Lz = 570 Å. The total number of CG water molecules 
was fixed to 6000 and the number of surfactants was varied from 4 to 32 for each 
interface. A CG water molecule corresponds to four water molecules. The equilibra-
tion time was set to 110 ns whereas the thermodynamics and structural properties 
were averaged during the acquisition phase over 200 ns.
3. Results and discussion
3.1 Production and purification of biosurfactants
The 3 strains Pseudomonas sp. PDD-14b-2, Xanthomonas campestris PDD-32b-52, 
and Pseudomonas syringae PDD-32b-74 were selected from the screening of 480 
strains isolated from cloud waters for their effectiveness in reducing surface tension 
[27]. They all belong to the class of Gammaproteobacteria and are representative of 
a genus very commonly encountered in cloud water samples [5].
For the production of biosurfactants, the bacterial cultures were carried out 
in R2A medium, a relatively poor but diversified medium in carbon and nitrogen 
sources, initially developed to isolate microorganisms from tap water. We choose 
this medium, without supplementing with compounds known to favor the pro-
duction of biosurfactants, as it is representative of the cloud environment in its 
composition.
On each culture, the simultaneous kinetic monitoring of the bacterial growth 
and the decrease of the surface tension, using as reference value that of the medium 
R2A (62–64 mN.m−1), allowed us to stop the cultures for an optimal production of 
biosurfactants.
Extraction of the lipopeptides was carried out by adapting an adsorption 
column chromatography method (using Amberlite) initially described by Reiling 
[37] for the concentration of rhamnolipids. The surface tension of the crude 
supernatants was 25 mN.m−1. The adsorption of the biosurfactants was easily 
monitored by the measurement of the surface tension of the aqueous fractions 
at the column outlet, and the saturation of the column was detected when the 
surface tension reached a value greater than 40 mN.m−1. The biosurfactants 
were then eluted with methanol. One advantage of the technique is that if the 
entire supernatant cannot be processed at one time, the operation is repeated 
until it is fully treated. We have thus shown that the use of adsorption column 
chromatography is particularly suitable for the extraction of lipopeptides. In 
addition, compared to conventional methods of extraction using organic solvents 
(preceded or not by acid precipitation) [40], this method effectively eliminates 
the culture medium nutrients present in the supernatant and leads to a pre-




3.2  Identification and surfactant properties of viscosin and massetolide E 
produced by Pseudomonas sp. PDD-14b-2
Two biosurfactants issued from the culture of a cloud bacterium Pseudomonas 
sp. PDD-14b-2 were purified using an Amberlite column and a puriFlash® system. 
The structure of these biosurfactants was identified as that of cyclic lipopeptides 
(viscosin and massetolide E) using high-resolution LC-MS/MS. Figure 1A pres-
ents the ESI-MS-MS spectrum of viscosin, the details of the fragmentation of this 
molecule are shown in Figure 1B and C.
Viscosin gave a ([M + H]+) protonated molecule at m/z 1126.699 (theoretical m/z 
1126.697) appropriate for a molecular formula of C54H95N9O16 (monoisotopic mass 
is 1125.69 g.mol−1).
Figure 1. 
(A) ESI-MS/MS (collision-induced dissociation) spectrum of parent ion of viscosin (m/z 1126.699),  
(B) Chemical structure (fragments) for viscosin, (C) Identification of the fragments of viscosin. The Y1 
fragment could be either isoleucine (I) or leucine (L).
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In the same way and with the same precision (observed mass: m/z 1112.684; 
theoretical mass: m/z 1112.682), we identified the massetolide E (C53H93N9O16) 
whose structure is rather similar to that of viscosin, the last amino acid fragment is 
a valine instead of a leucine.
These high-resolution MS data are consistent with those obtained by Gerard [41] 
who isolated and identified massetolides A–H and viscosin from two Pseudomonas 
strains isolated from marine environment.
The synthesis of viscosin has been reported by other Pseudomonas strains 
including P. syringae, P. tolaasii, P. fuscovaginae, P. corrugate, P. fluorescens, P. liba-
nensis, and P. putida [16, 42–45]. Massetolides whose structures are very closely 
Figure 2. 
Determination of the surface tension curve and CMC value of biosurfactants by the pendant drop technique. 
The red dot represents the initial crude extracts (consisting of the supernatants of the pure cultures). The black 
dots at lower concentrations are those obtained from successive dilutions. The blue dashed line represents the 
value for pure water, and red dashed lines illustrate the graphical determination of the CMC. (A) Viscosin 
CMC = 25 mN.m−1 at 21.6 mg.L−1; (B) Syringafactin B/C CMC = 25 mN.m−1 at 1.2 gL−1.
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related to those of viscosin are less frequently described; massetolide A was 
produced by P. fluorescens SS101 [46].
We measured the surface tension of the isolated viscosin and determined its 
CMC using the pendant drop method (Figure 2A). This CMC is extremely low 
(21.6 mg.L−1 for a minimum surface tension of 25 mN.m−1) showing that this 
molecule has very strong biosurfactant properties. Very few authors measured 
the CMC of viscosin; Saini [42] found a value of 54 mg.L−1 for a minimum 
surface tension of 27.5 mN.m−1 for viscosin isolated from P. libanensis M9 while 
de Bruijn [46] measured a CMC of 10–15 mg.L−1 for a surface tension around 
30 mN.m−1 for viscosin isolated from P. fluorescens SBW25. These CMC values 
are within the same range of order of our results for the case of Pseudomonas sp. 
PDD-14b-2.
Viscosin is one of the most effective biosurfactants among the cyclic lipopep-
tides of pseudomonads together with arthrofactin (minimum surface tension of  
24 mN.m−1, CMC of 13.5 mg.L−1) [45]. In spite of its very low CMC, viscosin has not 
yet been produced and exploited at an industrial scale. Some studies report viscosin 
as a surface-active, bioemulsifier with anticancer properties and massetolide as a 
biocontrol agent [16]. Raaijmakers [22] pointed out natural functions of viscosin 
and massetolide A including their role in mobility and biofilm formation.
3.3  Identification and surfactant properties of syringafactins produced 
by Xanthomonas campestris PDD-32b-52 and by Pseudomonas syringae 
PDD-32b-74
Using the same technique as described before, we produced and purified syrin-
gafactins (linear lipopeptides) by cultivation of two strains isolated from clouds 
(Xanthomonas campestris PDD-32b-52 and Pseudomonas syringae PDD-32b-74). 
Their amino acid sequence was identified by LC-MS-MS (Figure 3) using the same 
methodology for fragment assignments as described for viscosin (Figure 3B and C).  
Six types of syringafactins (A, B, C, D, E, and F) could be identified; syringafactins 
B/C and E/F were isolated as mixtures.
The ESI-MS-MS data obtained in this work and used to assign the syringa-
factin structures are fully consistent with those initially published by Berti [47]. 
Syringafactins are the only linear lipopeptides described up to now and are poorly 
documented. They were first isolated from P. syringae pv. tomato DC3000 [47] and 
more recently from P. syringae pv. syringae B728a 5b [48]. We show here that they 
can be produced by another strain of Pseudomonas syringae (P. syringae PDD-32b-74) 
and also by a strain of Xanthomonas (X. campestris PDD-32b-52).
The measured CMC of syringafactin B/C was 1.2 g.L−1 for a minimum surface 
tension of 25 nM.m−1 (Figure 2B) proving the surfactant properties of this mol-
ecule. To our knowledge, this is the first report of a CMC value for this compound. 
This CMC is much higher than that of viscosin and closer to that of syringomycin, a 
cyclic lipopeptide, produced by Pseudomonas syringae B301D (CMC of 1.25. mg.L−1 
and minimum surface tension of 33 mN.m−1) [45].
Biotechnological applications of syringafactins are not described yet, only 
natural functions related to their secretions by Pseudomonas syringae isolates present 
on the phyllosphere are described (enhancement of bacterial fitness on leaf surfaces 
during fluctuating humidity, swarming motility) [47, 48].
3.4 Modeling the conformation of biosurfactants at the water-air interface
Both descriptions can be used to simulate interfacial systems: an atomistic 
description that performs very well for relatively small and simple systems and a 
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CG model that is designed for complex interfacial systems involving surfactants for 
example. Nevertheless, these two descriptions may even be complementary. Indeed, 
the CG model can be built from the configurations obtained at the atomistic level 
through a bottom-up approach.
Figure 4A shows the structure of viscosin at the water-air interface with the 
distribution of the hydrophobic and hydrophilic zones. Figure 4B presents the density 
Figure 3. 
(A) ESI-MS/MS (collision-induced dissociation) spectrum of parent ion of syringafactin B/C (m/z 1095.752), 
(B) Chemical structure (Fragments) for syringafactin, (C) MS/MS fragmentation for the syringafactin B/C with 




(A) CG structure of syringafactin A represented. (B) Typical configuration of a liquid-vapor water interface 
with 32 surfactants at each interface.
profiles of the water box containing viscosin. These profiles were obtained by running 
a trajectory over 20 ns and establish a bidimensional structure of the biosurfactant at 
the water-air interface. The hydrophobic parts defined by the leucine (L); valine (V); 
isoleucine (I); and alanine, cysteine and glycine (ACG) amino acids of the surfactant 
populate the side of the interfacial region toward the vapor phase. The hydrophilic 
parts defined by the group of glutamic acid (E) and serine (S) amino acids are rather 
located at the interface at the position of the Gibbs dividing plane. The density pro-
files have been calculated by using atomistic models with 30 surfactant molecules at 
each interface. We also show that the liquid-water region is quite well developed over 
a region of 40 Å. This is a necessary condition to simulate the behavior of surfactants 
at least at the atomistic level.
These atomistic simulations take a very long time to equilibrate the interfacial region.
It is well known that the use atomistic force field models is problematic for 
simulating complex liquid-vapor interfacial systems with surfactants that relax over 
time and length scales inaccessible for these atomistic descriptions. An alternative is 
to simplify the model by using a CG description [49, 50] for which the key element 
called a bead represents several atoms or molecules. By using these CG models 
[51–53], we can improve the description of the systems by using larger system sizes. 
The modeling of the interfacial systems with surfactants can then be conducted by 
CG models [51–53]. Figure 5A shows the CG representation of syringafactin A and 
Figure 4. 
(A) Structure of viscosin. (B) Viscosin at the water-air interface in a water box using all-atoms simulation 
(CHARMM force field).
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Figure 5B represents an equilibrated liquid-vapor water interface with 32 biosur-
factants in the interfacial region.
One of the key properties in the modeling of the liquid-vapor systems is the 
interfacial tension. It is now well known that the calculation of this property is 
under control at the atomistic level [54–57]. It is far from being the same for the 
CG simulations. Indeed, an accurate calculation of the interfacial tension requires 
to check that the mechanical equilibrium of the CG liquid-vapor equilibrium is 
respected. Figure 6 shows the profiles of the normal (PN) and tangential (PT) com-
ponents of the pressure tensor along the direction normal to the interface calculated 
in the liquid-vapor interface of water with four surfactants at each interface. The 
profile of the difference (PN − PT) exhibits two peaks at both interfaces and no con-
tribution in the water bulk liquid and vapor phases.  γ (z) =  1 _ 2  ∫ 0 
Lz ( P N (z) −  P T (z) ) dz is 
the local interfacial tension along the direction normal to the interface. As expected 
from mechanical equilibrium and observed in Figure 6 (blue curve), this profile 
is flat in the bulk phases with two symmetric contributions at both interfaces. The 
resulting interfacial tension is about 60 mN.m−1 and does not deviate very much 
from experiments. Whereas the prediction of the surface tension, calculated from 
atomistic simulations, is quantitative, it is still subject to some adjustments due to 
the CG nature of the interactions. It means that the CG model must be calibrated on 
this property to predict in the future both the interfacial tension and its dependence 
on the concentration of surfactants [51]. Indeed, recent studies [52, 53] show that 
the degree of coarse-graining impacts on the description of the interface. A good 
reproduction of the interfacial tension requires a new parametrization of the CG 
model by considering the interfacial tension in the experimental database.
Nevertheless, the use of CG models has the advantage of providing very well-
equilibrated interfacial regions. Figure 7 shows the density profiles along the z-axis 
for the liquid-vapor interface of water with both 4 and 32 syringafactin molecules 
at each interface. We observe that the surfactant molecules populate the interfaces 
with sharp peaks at weak concentrations (Figure 7a). At strong concentrations, 
we observe that the thickness of the interface increases. In any case, the interfacial 
region is well recovered by surfactants with no preferential coverage between the 
lipid and protein parts of the syringafactin molecule. We only observe a slight 
increase of coverage of the lipid part on the vapor side.
Figure 6. 
Profiles of the normal PN (z) (MPa) and tangential PT(z) (MPa) components of the pressure tensor, the difference 
(PN (z) − PT (z)) (left axis) and the integral  γ (z) (right axis) as a function of the z-axis (direction normal to the 
interface). These profiles are calculated in the liquid-vapor interface of water with four surfactants at each interface.
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On this aspect of modeling complex interfacial systems, we can conclude that the 
development of CG models will open the way to new force fields capable of quan-
titatively predicting the surface tension and main properties such as the CMC. The 
prediction of the CMC, already operational for some CG models [51], will require 
additional adjustments for new molecules with various intramolecular interactions. 
The development of CG force fields using mesoscale simulation methods [58–60] 
is an active area of research. Different methodologies coexist to develop these CG 
interactions: a bottom-up approach consisting in deriving the force field from atom-
istic simulations and a top-down approach aiming to build the parameters of the 
model from mapping onto macroscopic properties such as the interfacial tension.
4. Conclusions
This work is the first report of a detailed study of biosurfactants produced by 
Pseudomonas and Xanthomonas strains isolated from cloud samples. We have used a 
convenient method to purify these compounds based on adsorption on Amberlite 
coupled with a puriFlash® chromatographic technique; the different steps were 
monitored using the pendant drop method. High-resolution LC-MS-MS allowed 
assigning unambiguously the structure of viscosin, massetolide E, and different 
syringafactins. The measurements of CMC of viscosin and syringafactin showed 
that viscosin is a particularly powerful biosurfactant. Finally, two approaches of 
molecular dynamics were used to model the conformation of these biosurfactants at 
the water-air interface: an atomistic description for viscosin (CHARMM force field) 
and a CG model for syringafactin A (MARTINI force field). This last approach is 
particularly original and promising. To our knowledge, these studies constitute the 
first modeling of interfacial properties of such complex biosurfactants.
In addition to fundamental knowledge of biosurfactant properties, this work 
shows that cloud microorganisms can provide an unexplored source of biosur-
factants. Rather few strains, mainly Pseudomonas, were shown to produce visco-
sin, massetolides, and syringafactins, and two new isolates from this genus are 
described here. We report here the first production of syringafactins by a strain of 
Xanthomonas. Considering that more than 30 strains of our microbial collection 
isolated from clouds were very active biosurfactant producers (σ ≤ 30 mN.m−1) 
[27], further investigation is very promising to isolate and study other unusual or 
even new biosurfactants.
Figure 7. 
Density distributions of the water and different parts of the syringafactin molecules at two surfactant 
concentrations: (a) 4 surfactant molecules and (b) 32 surfactant molecules at each interface. The lipid head is 
represented by the first three beads of the lipid chain whereas the protein part is represented by a typical bead 
of this part.
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